The advent of molecular biology has provided us with the capacity of cloning and sequencing genes (Efstratiadis et al., 1977) , a landmark that has clearly shaped biology in the last part of this century. First, it has enabled the genetic and biochemical study from any gene of any organism. Secondly, it has opened the way for unveiling the complete genomic content of entire organisms. At the dawn of this new era lies the identification of the entire primary structure of bacteriophage ΦX174 (Sanger et al., 1977) . The sequencing of the 5386 nucleotides of this genome was performed manually, according to the 'plus and minus' method. Eighteen years later, a different strategy, namely the 'shotgun' approach, based on automated sequencing technology assisted by computational methods for the assembly of the unselected clones, resulted in the deciphering of the 1 830 137 nucleotides of Haemophilus influenzae Rd, the first entire genome sequence of a cellular organism (Fleischmann et al., 1995) . Two complete microbial genomes in 1995 and three in 1996, marked the beginning of the genome revolution era.
Today there are already 20 published completely sequenced genomes. Two of them are from eukaryotic, four from archaeal and fourteen from bacterial organisms. For each of these genomes, there is a variety of studies performed from different academic institutes and/or universities around the world, reported in particular databases. Examples of these databases are WIT (http://wit.mcs.anl.gov/WIT2/), GeneQuiz (http://www.sander.ebi.ac.uk/genequiz), and KEGG (http:// www.genome.ad.jp/kegg/kegg2.html). In addition to the complete genomes, there exists also a great number of ongoing genome projects spanning all domains of life.
The gradual accumulation of a large number of different genome projects has created the need to construct a resource that would concentrate and summarize all relevant information, a need that was further fueled from the increasing number of Internet-based analyses.
GOLD is a genomes monitor database that aims to provide: (i) continuous and accurate updating of the current status of the complete and ongoing genome projects, and (ii) a variety of links for sufficient information and results from different research groups on individual genomes.
It is organized as a flat file library and structured into two main sections: the complete and the ongoing genome projects. Each of the two main sections is in turn divided into three separate tables corresponding to each of the three domains of life (Woese et al., 1990) . Every table contains a variety of specific fields (as shown on Figure 1 ) for all the reported genomes to record the various types of data, e.g. the organism name (Organism), the phylogenetic position of that organism (Tree), general information for this organism (Information), the size of the genome and number of ORFs (Size), Web links to locate data such as the DNA sequence, the list of ORFs and the list of functions (DATA), the name of the institution and/or company that has completed (or is in progress of completing) the sequencing of that particular genome (Institution), a variety of links from different databases that provide online analysis of the complete genomes (Genome Databases) or the progress report in the case of ongoing genomes (Current-status), and finally publications related to the sequencing of this genome (Publication). The fields Size and DATA are provided only in the case of complete genomes. Additional general features include links to viral and organelle genomes, an associated reference page with all the complete genome publications, as well as a large number of links to web sites related to genomics, and similar genome monitor pages, such as those at NCBI (http://www.ncbi.nlm.nih.gov/PMGifs/Genomes/ bact.html), and INFOBIOGEN (http://www.infobiogen.fr/ doc/data/complete_genome.html).
GOLD has been ongoing since 1997, when 6 complete genomes were available and only a small number of ongoing genome projects were initiated at the time. Today, apart from the 20 complete and publicly available genomes, there is additional information for almost 100 different ongoing genome projects around the world.
We are in the process of converting this data collection into a structured database (collaboration with the Computational Genomics Group at the EBI). As the number of genome projects will dramatically increase during the next few years, the anticipation is that so will, the need to maintain a resource like GOLD.
